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Combined —omics approaches highlight
functional diversity for lignocellulose
breakdown within a single genus of the
order Polyporales, Basidiomycetes.
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Effects of bacterial inoculants on the
development and molecular response to
changes in microbial communities in
Nicotiana benthamiana plants

77

SHARRAR* Allison M. Sharrar,
(asharrar@berkeley.edu)

Evan P. Starr, Mary K. Firestone, lillian F.
Banfield

Metagenomic analysis shows phylogenetic
and functional similarities across diverse soil
microhabitats

78

SHEARMAN?* Helen Shearman
(helen@biomatters.com) Aaron Kennedy,
Christian Olsen, Matt Kearse

The Geneious Sequence Classifier tool:
Identifications of quarantine significant plant
pathogenic fungi as an illustrated use case

79

SHEARMAN?* Helen Shearman
(helen@biomatters.com) Christian Olsen,
Richard Moir, Matthew Cheung, Matt Kearse,
Sebastian Dunn, Jonas Kuhn, Sidney
Markowitz, Alex Cooper, Jo Smith

A User Friendly CRISPR Design Tool

80

SHRADER* Donna Grace Shrader
(d.grace.shrader@gmail.com) Joshua
Hamilton, Alexandra Linz, Katherine D.
McMahon

Gene-centric and genome-centric
approaches to understanding freshwater
microbial communities

81

SIMISTER* Rachel L. Simister
(rlsimister@gmail.com) Aurele Vuillemin,
Jens Kallmeyer, Steven J. Hallam, Sean A.
Crowe

Linking microbial genomic capacity to
geochemical process in the deep terrestrial
biosphere

82

SIMON* Holly M. Simon (simonh@ohsu.edu)
Maria W. Smith, Lydie Herfort, Adam R.
Rivers

Characterization of microbial "hotspots" of
organic matter degradation in a fast-flowing
estuary
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SLONCZEWSKI* Joan L. Slonczewski
(slonczewski@kenyon.edu) Wei Li, Sean P.
Bush, Jeffrey Froula, Christopher Sedlacek,
Darcy Blankenhorn, Racheal Morgain-Kiss

Antarctic Lake Metagenomes from
Cyanobacterial Mats and Planktonic
Microbes

84

SORENSEN* Jackson W. Sorensen
(sorens75@msu.edu) Ashley Shade

Soil microbial community responses to a
subterranean coal mine fire revealed by
metagenome analysis

85

SOUZA* Rafael S. C. Souza
(scs.rafael@gmail.com) Vagner K. Okura,
Jaderson S. L. Armani, Natalia B. Damasceno,
Beatriz Jorrin, Nuria Lozano, Marcio J. Silva,
Manuel Gonzalez-Guerreiro, Laura M. Araujo,
Natalia F. Verza, Homayoun Bagheri, Juan
Imperial, Paulo Arruda

Accessing the potential of the core
microbiome of a bioenergy crop in plant
development and biomass accumulation

86

STEVENS* Sarah LR Stevens

(sstevens2 @wisc.edu) Sarahi L. Garcia,
Benjamin Crary, Manuel Martinez-Garcia,
Ramunas Stepanauskas, Tanja Woyke,
Susannah G. Tringe, Siv Andersson, Stefan
Bertilsson, Rex Malmstrom, Katherine D.
McMahon

Tracking distinct freshwater populations
using single cell genomes and metagenomics

87

STRENKERT* Daniela Strenkert
(DanielaS@chem.ucla.edu) Sean D. Gallaher,
Stefan Schmollinger, Matteo Pellegrini, James
G. Umen, Sabeeha S. Merchant

A day in the life of Chlamydomonas

88

SUZUKI* Yo Suzuki (ysuzuki@jcvi.org) Maxim
Kostylev, Anne E. Otwell, Timothy J. Hanly

Synthetic Biology Pipeline for Constructing
and Testing Combinatorics of Cellulose- and
Lignin-Degrading Enzymes

89

TOBIAS* Christian M. Tobias
(christian.tobias@ars.usda.gov) Sangwoong
Yoon, Bradley Hernlem, Serge Edme, Gautam
Sarath, Nathan Palmer

Generation of Octaploid Switchgrass by
Seedling Treatment
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TRUONG* Sandra K. Truong
(thkhavi@tamu.edu) Ryan F. McCormick,
Avinash Sreedasyam, Shengqiang Shu, Brodk
D. Weers, Brian A. McKinley, Ashely J.
Mattison, Jerry W. Jenkins, Megan Kennedy,
Mojgan Amirebrahimi, Jane Grimwood,
Jeremy Schmutz, John Mullet

Functional genomics and plant modeling for
sorghum improvement

91

VAILLANCOURT#* Brieanne Vaillancourt
(vaillane@msu.edu) lan Beddows, Alex B.
Brohammer, Cory D. Hirsch, Mei Wang, Kerrie
Barry, Natalia de Leon, Shawn M. Kaeppler,
Candice N. Hirsch, Robin C. Buell

Diversity of transcriptome regulatory
networks in maize and association with
biomass and biofuel traits

92

WARSHAN* Denis Warshan
(denis.warshan@su.se) Josh L. Espinoza,

R. Alexander Richter, Christopher L. Dupont,
Philip D. Weyman, Ulla Rasmussen

Functional genomics of moss-cyanobacteria
interactions in boreal forest ecosystems

93

WU* Chengcang C. Wu
(cwu@intactgenomics.com) Kenneth D.
Clevenger, Jin Woo Bok, Rosa Ye, Galen P.
Miley, Thomas Velk, Cynthia Chen, KaHoua
Yang, Peng Gao, Matthew Lamprecht, Paul
M. Thomas, M. N. Islam, Nancy P. Keller, Neil
L. Kelleher

Large scale discovery and deorphanization of
natural products using fungal artificial
chromosomes and untargeted metabolomics
(FAC-MS)

94

WU* Guangxi Wu (guangxiwu@gmail.com)
Guohua Yin, Jiujiang Yu, Wayne M. Jurick Il,
Joan W. Bennett, Daniel R. Shelton

Genome of blue mold causing fungus
Penicillium solitum compared to related
species to reveal genetic features likely
involved in virulence

95

WU#* Vincent Wu (vwul04@berkeley.edu)
David Kowbel, Yi Xiong, Ann Lipzen, Vasanth
Singan, Igor Gregoriev, Louise N. Glass

RNA Profiling of Neurospora crassa: Insights
Into Plant Cell Wall Degradation by
Filamentous Fungi

96

XUE* Liang-Jiao Xue (cjtsai@uga.edu) Scott
A. Harding, Chung-Jui Tsai

Allele-specific transcriptome analysis of
Populus hybrids

97

YAMAHARA* Kevan M. Yamahara
(kyamahara@mbari.org) Christina M.
Preston, Doug Pargett, Scott Jensen, Brent
Roman, Anna Romano, John Cardwell, James
Birch, Edward Delong, Christopher Scholin

Towards a Mobile Ecogenomic Sensor:
Development and Applications of the 3rd
Generation Environmental Sample Processor



mailto:thkhavi@tamu.edu
mailto:vaillan6@msu.edu
mailto:denis.warshan@su.se
mailto:cwu@intactgenomics.com
mailto:guangxiwu@gmail.com
mailto:vwu104@berkeley.edu
mailto:cjtsai@uga.edu
mailto:kyamahara@mbari.org

2016 JGI User Meeting
TUESDAY EVENING POSTER SESSION
March 22, 2016 — Marriott Hotel, Walnut Creek

JGI ¥

JOINT GENOME INSTITUTE 7
DEPARTMENT OF ENERGY /

98

YOURSTONE* Scott Yourstone
(scott.yourstone81@gmail.com) Sur Herrera
Paredes, Hunter Cameron, Omri Finkel, Isai
Salas Gonzalez, Derek Lundberg, Sarah
Lebeis, Scott Clingenpeel, Asaf Levy, Tanja
Woyke, Susannah Tringe, Corbin Jones, Jeff
Dangl

Functional selection of microbial genes in the
Arabidopsis thaliana rhizosphere

99

ZALLOT* Remi Zallot (vcrecy@ufl.edu)
Robert Ross, Wei-Hung Chen, Steven D.
Bruner, Patrick A. Limbach, Valerie de Crecy-
Lagard

Identification of missing enzymes and
transporters involved in the synthesis and
salvage of Queuosine by comparative
genomics

100

ZHOU* Jinglie Zhou (jzz0026@auburn.edu)
Scott Monsma, Alinne Pereira, Blaine Pfeifer,
Scott R. Santos, Megan Niebauer, Erin
Ferguson, Ron Godiska, ChengCang Wu,
David Mead, Mark Liles

Recovery and expression of intact secondary
metabolite biosynthetic pathways from a
large-insert soil metagenomic library

101

ZON* Gerald Zon (gzon@trilinkbiotech.com)
Sabrina Shore, Jordana M. Henderson, Anton
P. McCaffrey, Richard I. Hogrefe

Improved MicroRNA Library Preparation
Workflow for Next-Generation Sequencing
Allows Ultra-Low Inputs and Eliminates Gel
Purification

102

KUDRNA* David A. Kudrna

(dkudrna@email.arizona.edu) Dario Copetti,
Jianwei Zhang, Jayson Talag, Seunghee Lee,
Rod A. Wing

ETOP: Resources and protocols for
generating high-quality genome assemblies

103

JACOBSON* Daniel Jacobson

(jacobsonda@ornl.gov) Deborah Weighill,
Carissa Bleker, Gerald Tuskan, Wellington
Muchero, Tim Tschaplinski

Pleiotropic and Epistatic Network-Based
Discovery: Integrated SNP Correlation, Co-
expression and Genome-Wide Association
Networks for Populus trichocarpa

104

JACOBSON* Daniel Jacobson

(jacobsonda@ornl.gov) Deborah Weighill,
Carissa Bleker, Gerald Tuskan, Wellington
Muchero, Timothy Tschaplinski

Pleiotropic and Epistatic Network-Based
Discovery of Plant Functions involved in
Microbial Interactions: Integrated SNP
Correlation, Co-expression and Genome-
Wide Association Networks for Populus
trichocarpa

105

HSU* Suzie Hsu (hsuxx166@umn.edu)

Towards a mechanistic understanding of
disease suppressive soils: Refactoring natural
product gene clusters
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